Key indicators: single-crystal X-ray study; T = 150 K; mean (C-C) = 0.005 Å; R factor = 0.041; wR factor = 0.092; data-to-parameter ratio = 16.2.
Related literature
For background to aminoalcohol derivatives and their bioactivity, see: Thomas et al. (1990) ; Rubinstein & Svendsen (1994) ; Erdemir (2012) . For the synthesis of a similar structure, see: Chakravarthy & Chand (2011) . For reference bond-length data, see: Allen et al. (1987) . For hydrogen-bond motifs, see: Bernstein et al. (1995) ; Etter et al. (1990) .
Experimental
Crystal data C 9 H 10 BrNO 2 M r = 244.08
Monoclinic, P2 1 =n a = 4.4534 (17) Å b = 11.523 (4) Å c = 18.212 (7) Å = 95.703 (7) V = 930.0 (6) Å 3 Z = 4 Mo K radiation = 4.39 mm À1 T = 150 K 0.25 Â 0.15 Â 0.05 mm Data collection Bruker APEX 2000 CCD area- detector diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.407, T max = 0.811 7386 measured reflections 1930 independent reflections 1442 reflections with I > 2(I) R int = 0.078 Refinement R[F 2 > 2(F 2 )] = 0.041 wR(F 2 ) = 0.092 S = 0.96 1930 reflections 119 parameters H-atom parameters constrained Á max = 0.50 e Å À3 Á min = À0.81 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2005) ; cell refinement: SAINT (Bruker, 2005) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and PLATON (Spek, 2009) ; software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON. The amino alcohol functionality is present in many classes of compounds having chemotherapeutic activity (Erdemir, 2012; Rubinstein & Svendsen, 1994; Thomas et al., 1990) . In addition, phenolic compounds containing the aminoalcohol grouping in ortho positions act as excellent bidentate ligands for the formation of several metal complexes (Chakravarthy & Chand, 2011) .
As an extension of our work on the reactivity of primary aminoalcohols in three-component reactions, the title compound has been isolated as a secondary product from the one-pot reaction of (2E)-3-(4-methylphenyl)-1-phenylprop-2-en-1-one (chalcone), 5-bromo-2-hydroxybenzaldehyde and aminoethanol under mild conditions. As shown in Fig. 1 , excluding methylene H atoms and the C-OH group, the molecule is essentially planar, with a maximum deviation of 0.037 (2) Å for N1. The N1-C8-C9-O2 torsion angle is -63.1 (3)°. The bond lengths (Allen et al., 1987) and angles have normal values.
The molecular structure is stabilized by a weak intramolecular N-H···O hydrogen bond, which generates an S(6) ring motif (Bernstein et al., 1995; Etter et al., 1990) . In addition, intermolecular O-H···O and C-H···O hydrogen bonds (Table 1 , Fig. 2 ) contribute to the stability of the crystal structure, linking the molecules into a three-dimensional network.
The title compound has been obtained as a secondary product from a multicomponent reaction mixture of (2E)-3-(4methylphenyl)-1-phenylprop-2-en-1-one (0.01mol), 5-bromo-2-hydroxybezaldehyde (0.01mol) and aminoethanol (0.01mol). The mixture was heated at 353 K in ethanol for 4 h, monitored by TLC until the reaction was completed and then cooled to room temperature. The solvent was evaporated under vacuum and the residual oil was triturated with water to afford a brown precipitate which was filtered off, washed with water and dried in a desiccator. Pale yellow plate crystals for x-ray diffraction were obtained by dissolving the product in ethanol at room temperature and leaving it to evaporate slowly over four days. 43% yield; m.p. 355 K. 
Refinement

Computing details
Data collection: APEX2 (Bruker, 2005) ; cell refinement: SAINT (Bruker, 2005) ; data reduction: SAINT (Bruker, 2005) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and PLATON (Spek, 2009 ); software used supplementary materials sup-2 Acta Cryst. (2012). E68, o1020
to prepare material for publication: WinGX (Farrugia, 1999) and PLATON (Spek, 2009 ).
Figure 1
The molecular structure, showing displacement ellipsoids drawn at the 50% probability level. Hydrogen atoms are shown as spheres of arbitrary radius. where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max = 0.001 Δρ max = 0.50 e Å −3 Δρ min = −0.81 e Å −3 Special details Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement on F 2 for ALL reflections except those flagged by the user for potential systematic errors. Weighted R-factors wR and all goodnesses of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The observed criterion of F 2 > σ(F 2 ) is used only for calculating -R-factor-obs etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Br1 1.18634 (9) 0.87511 ( Symmetry codes: (i) −x+3/2, y+1/2, −z+1/2; (ii) −x+1/2, y+1/2, −z+1/2.
